US and Caribbean populations are an admixture of African and European ancestry. 23 Theses models have been constructed based on phenotypes and limited genetic data. 24 In our study, we have sequenced individual whole genomes of flies from populations in 25 the southeast US and Caribbean Islands and examined these populations in conjunction 26 with population sequences from Winters, CA, (USA); Raleigh, NC (USA); Cameroon 27 (Africa); and Montpellier (France) to uncover the underlying population structure of North 28 American populations. We find that west coast US populations are most like European 29 populations likely reflecting a rapid westward expansion upon first settlements into North 30 America. We also find genomic evidence of African and European admixture in east Out of the thousands of species in the genus Drosophila, the single most extensively 41 studied species is Drosophila melanogaster (Powell 1997) . The utility of D. 42 melanogaster as a model organism can be seen in many fields of research from 43 medicine to evolutionary biology. To fully take advantage of D. melanogaster as a 44 model, we need the precision estimates and the history of population admixture during 45 the species colonization of North America. The advent of next-generation sequencing 46 (NGS), enabling the high-throughput sequencing of genomes, has generated much 47 interest in the population genomics of D. melanogaster (Mackay et al. 2012; Pool et al. 48 2012; Campo et al. 2013 ) because understanding the population structure of D. 49 melanogaster can now be approached with whole genome data (Duchen et al. 2013) . 
